Figures S1, S2, S3. Output of MuMoD compared with MEME, Weeder, PeakMotifs, and ChipMunk. Five modes are identified in the Med12-bound sequences in ES cells. The boxplot of distances to the closest TSS of the sequences in each mode are shown in red, which all other modes is in blue. Modes 1 and 2 are more enriched close to TSS, while the other three modes are more likely to be farther away. Table S1 . The variation in the number of identified modes with λ
The number of optimal modes changes with the value of λ that is used to penalize complex models. A large value ≥ 20 gives at the most two modes. A low value of 1 typically returns more modes. Since the maximum number of modes allowed was 6, we do not see numbers greater than that. 1 S1(A) p300 in HL1; 1282 sequences 
